In an effort to understand PSP, a major producer of binding geometry. The PSP structure is in a closed conthe precursor of the NMDA receptor co-agonist, we have formation that may resemble the phosphoserine bound expressed PSP coded by MJ1594 gene from Methanostate or the state after autodephosphorylation. Comcoccus jannaschii (MJ), a hyperthermophile. MJ PSP pared to a P-type ATPase (Ca 2ϩ -ATPase) structure, shares 31% sequence identity and 52% similarity with which is in an open state, this PSP structure appears human PSP (Figure 1 ). In this work we present the crystal also to be a good model for the closed conformation of structure of MJ PSP, the third representative of the HAD P-type ATPase.
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